Input file Fbhl8903FL. seq; Output File 18903. brans 
Sequence length 1983 

CCTTTAGCCAATTCGGCCGAGGCCTCCCGCCCCAGTACTTGCTGGCAGGGATTAAGAGCAGATAAAAGTGTGCTCACAC 

MPSTVLPSTVLPSLL 15 

ACTGTAGACACGGCTACC ATG CCA TCC AC A GTG TTG CCA TCC ACA GTG TTG CCA TCA CTC CTG 4 5 

PTAGAGWSMRWILCWSLTLC 35 

CCC ACA GCA GGA GCT GGC TGG AGC ATG AGG TGG ATT CTG TGC TGG AGC CTC ACC CTC TGC 105 

LMAQTALGALHTKRPQVVTK 55 

CTG ATG GCG CAG ACG GCC TTG GGT GCC TTG CAC ACC AAG AGG CCT CAA GTG GTC ACC AAA 165 

YGTLQGKQMHVGKTP IQVFL 75 

TAT GGA ACC CTG CAA GGA AAA CAG ATG CAT GTG GGG AAG ACA CCC ATC CAA GTC TTT TTA 225 

_GVPFSRPPLGILRFAPPEPP 95 

"&SA GTC CCC TTC TCC AGA CCT CCT CTA GGT ATC CTC AGG TTT GCA CCT CCA GAA CCC CCG 285 

CI! 

CfPWKGIRDATTYPPGCLQES 115 

f&G CCC TGG AAA GGA ATC AGA GAT GCT ACC ACC TAC CCG CCT GGG TGC CTG CAG GAG TCC 34 5 

c 

sjlfGQLASMYVSTRERYKWLRF 135 

|gG GGC CAG CTG GCC TCG ATG TAC GTC AGC ACG CGG GAA CGG TAC AAG TGG CTG CGC TTC 4 05 

"lEDCLYLNVYAPARAPGDPQ 155 

AGC GAG GAC TGT CTG TAC CTG AAC GTG TAC GCG CCG GCG CGC GCG CCC GGG GAT CCC CAG 4 65 

iiiPVMVWFPGGAFIVGAASSY 175 

<|$G CCA GTG ATG GTC TGG TTC CCG GGA GGC GCC TTC ATC GTG GGC GCT GCT TCT TCG TAC 52 5 

fSGS DLAAREKVVLVFLQHRL 195 

(pfG GGC TCT GAC TTG GCC GCC CGC GAG AAA GTG GTG CTG GTG TTT CTG CAG CAC AGG CTC 585 

GI FGFLSTDDSHARGNWGLL 215 

GGC ATC TTC GGC TTC CTG AGC ACG GAC GAC AGC CAC GCG CGC GGG AAC TGG GGG CTG CTG 64 5 

DQMAALRWVQENIAAFGGDP 235 

GAC CAG ATG GCG GCT CTG CGC TGG GTG CAG GAG AAC ATC GCA GCC TTC GGG GGA GAC CCA 7 05 

GNVTLFGQSAGAMS I SGLMM 2 55 

GGA AAT GTG ACC CTG TTC GGC CAG TCG GCG GGG GCC ATG AGC ATC TCA GGA CTG ATG ATG 7 65 

SPLASGLFHRAISQSGTALF 275 

TCA CCC CTA GCC TCG GGT CTC TTC CAT CGG GCC ATT TCC CAG AGT GGC ACC GCG TTA TTC 8 25 

RLFITSNPLKVAKKVAHLAG 295 

AGA CTT TTC ATC ACT AGT AAC CCA CTG AAA GTG GCC AAG AAG GTT GCC CAC CTG GCT GGA 885 

CNHNSTQI LVNCLRALSGTK 315 

TGC AAC CAC AAC AGC ACA CAG ATC CTG GTA AAC TGC CTG AGG GCA CTA TCA GGG ACC AAG 945 

VMRVSNKMRFLQLNFQRDPE 335 

GTG ATG CGT GTG TCC AAC AAG ATG AGA TTC CTC CAA CTG AAC TTC CAG AGA GAC CCG GAA 1005 

EI IWSMSPVVDGVVIPDDPL 355 

GAG ATT ATC TGG TCC ATG AGC CCT GTG GTG GAT GGT GTG GTG ATC CCA GAT GAC CCT TTG 10 65 
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VLLTQGKVSSV P-YLLGVNNL 375 

GTG CTC CTG ACC CAG GGG AAG GTT TCA TCT GTG CCC TAC CTT CTA GGT GTC AAC AAC CTG 1125 

E FNWLLPY IMKFPLNRQAMR 395 

GAA TTC AAT TGG CTC TTG CCT TAT ATC ATG AAG TTC CCG CTA AAC CGG CAG GCG ATG AGA 1185 

KETITKMLWSTRTLLNITKE 415 

AAG GAA ACC ATC ACT AAG ATG CTC TGG AGT ACC CGC ACC CTG TTG AAT ATC ACC AAG GAG 124 5 

QVPLVVEEYLDNVNEHDWKM 435 

CAG GTA CCA CTT GTG GTG GAG GAG TAC CTG GAC AAT GTC AAT GAG CAT GAC TGG AAG ATG 1305 

LRNRMMDIVQDAT FVYATLQ 455 

CTA CGA AAC CGT ATG ATG GAC ATA GTT CAA GAT GCC ACT TTC GTG TAT GCC ACA CTG CAG 1365 

TAHYHRDAGLPVYLYEFEHH 475 

ACT GCT CAC TAC CAC CGA GAT GCC GGC CTC CCT GTC TAC CTG TAT GAA TTT GAG CAC CAC 1425 

•ARGI IVKPRTDGADHGDEMY 4 95 

GpT CGT GGA ATA ATC GTC AAA CCC CGC ACT GAT GGG GCA GAC CAT GGG GAT GAG ATG TAC 14 85 

^LFGGPFATGLSMGKEKALS 515 

T/-FC CTC TTT GGG GGC CCC TTC GCC ACA GGC CTT TCC ATG GGT AAG GAG AAG GCA CTT AGC 154 5 

SJQMMKYWANFARTGNPNDGN 535 

CflE CAG ATG ATG AAA TAC TGG GCC AAC TTT GCC CGC ACA GGA AAC CCC AAT GAT GGG AAT 1605 

JLi PCWPRYNKDEKYLQLDFTT 555 

Cgg, CCC TGC TGG CCA CGC TAC AAC AAG GAT GAA AAG TAC CTG CAG CTG GAT TTT ACC ACA 1665 

ftjVGMKLKE KKMAFWMS LYQS 575 

AGA GTG GGC ATG AAG CTC AAG GAG AAG AAG ATG GCT TTT TGG ATG AGT CTG TAC CAG TCT 1725 

SlRPEKQRQF* 58 5 

C&A AGA CCT GAG AAG CAG AGG CAA TTC TAA 17 55 

GGGTGGCTATGCAGGAAGGAGCCAAAGAGGGGTTTGCCCCCACCATCCAGGCCCTGGGGAGACTAGCCATGGACATACC 

TGGGGACAAGAGTTCTACCCAAGGGCGAATTCGTTTAAACCTGCAGGACTAG 
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ISL 401 441 mi 521 561 
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Protein Family / Domain Matches, HMMer version 2 



Searching for complete domains in PFAM 

hmmpfam - search a single seq against HMM database 

HMMER 2.1.1 (Dec 1998) 

Copyright (C) 1992-1998 Washington University School of Medicine 

HMMER is freely distributed under the GNU General Public License (GPL) . 



HMM file: /prod/ddm/seqanal/PFAM/pfam5 .5/Pfam 

Sequence file: /prod/ddm/wspace/orf anal /oa-script . 26660 . seq 



Query: 18903 

Scores for sequence family classification (score includes all domains) : 



Model^ Description Score E-value 

COeste rase Carboxylesterases 558.6 4~le-164~ 

p. Parsed for domains: 

pModel^ Domain seq-f seq-t hmm-f hmm-t score E-value 

gCOesterase 1/1 2 5 569 . . 1 612 [] 558~6 4~lell64 

- Alignments of top-scoring domains: 

!r COeStQrase: domain 1 of 1, from 25 to 569: score 558.6, E = 4.1e-164 
III *- >mv lHlfLlllllliavlaaakaspedpllVatnnVlcGkvrGvnek 
SI +1+ +L 1 1 ++ +l+a+++ ++ V t++ G++ G++ 
s 18903 25 RW I LCWS LTLC LMAQTALGALHT KRPQWTKY GTLQGKQMH 65 

f " c dngeqs vys F 1G I PYAe P PVGnLRFka PqP YkepWs dv 1 dA t kyppsC 1 
+ + + +F1G+P+ PP+G LRF +P+P +epW++++dAt+ypp el 

W 18903 66 VGKT- -PIQVFLGVPFSRPPLGILRFAPPEP-PEPWKGIRDATTYPPGCL 112 

O 

fj QdddfgfslsdLKvalkmlslgwnklvg. . . . IklsEDCLYLNVytPknt 

ri , an Q + + ^+ 1 + + + ++ + + 1 + s EDC L YLNVy P+ + 

18903 113 Q-ESWGQ LASMYVSTREry kwLRFS EDC L YLNVYAP ARA 150 

kpnsklPVmVwIhGGGFmfGsghslplslYdgeslaregnVIWsiNYRL 
+ + +lPVmVw +GG+F +G++ s+Y g+ la++++V++V ++ RL 

18903 151 PGDPQL PVMVWFPGGAF IVGAA SSYEGSDLAAREKWLVFLQHRL 195 

GplGFLstgddklpgsGNyGLlDQrlALkWVqdNIaaFGGDPnsVTif Ge 
G++GFLst+d+++ GN+GL1DQ + AL-t-WVq+NI aaFGGDP+ +VT+ f G+ 
18903 196 GIFGFLSTDDSHAR — GNWGLLDQMAALRWVQENIAAFGGDPGNVTLFGQ 243 

SAGaaSVsllllsngGDNppsskgLFhRAIsqSGsalspwaiqsesnarg 
SAGa+S+s l++s p++ gLFhRAIsqSG+al +i+s+ + 

18903 244 S AGAMS I SGLMMS PLA- SGLFHRAI SQSGTALFRLF ITSNP - - LK 285 

rakelarllGCnetssselldCLRsksaeeLleatrsfllfeyvpflplf 
ak++a l+GCn++s 1+ CLR s ++++++ f + +f + 
18903 286 VAKKVAHIAGCNHNSTQILWCLRALSGTKVMRVSNK-MRFLQLNFQRDP 33 4 

1. . . .aFgPwDGdDapeafipedPeelikeGkfadvPyliGvtkdEGgy 
+ + + +PWDG+ +ip+dP+ 1+ +Gk + vPyl Gv++ E+ + 

18903 335 EeiiwSMSPWDGV VI PDDPL VLLTQGKVS SVP YLLGVNNLEFNW 379 
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18903 



faamllnasskgedelkketnpdvwlellkyllfyasealnikdMddlad 
++++ +++ + + ket ++ 1+ 11+ + + + 
380 LLPYIMKFPLNR-QAMRKETITK-MLWSTRTLLN- ITKEQ VP 418 



kvlekYpgdvddf svesrkpnlqdml tDl lFkcptrvaadlhakhggsPv 
v e+Y++ v + + ++ + d+ + D + F++ + + ++ ++++g Pv 
18903 419 L WEE YLDNVNEHDWKMLRNRMMD I VQDATFVY A - TLQTAHY HRDAGL P V 467 

YaYvf dhpas f gigQf lakrvdpef ggavHgdEi f f vFgnpl lkeqlyka 
Y+Y+f h+a+ + v+p+++ga+HgdE++f +Fg p+ ++ 1 

18903 468 YLYEFEHKAR GIIVKPRTDGADHGDEMYFLFGGPFATG-LS- - 507 

teeeeksssktmmnywanFAktGnPnngtsnglvvWpkytseeqkYslli 
e+-»-+s +mm+ywanFA+ tGnP n++ +1+ Wp y+ ++e +1 + 
18903 508 MGKEKALS - LQMMKYWANF ARTGNP - NDG - - NL PCWPRYNKDEK - - YLQL 551 

llttitaqklka rdpr kvl cn f w< - * 
+tt +klk+++ ++fw 
18903 552 DFTTRVGMKLKEKK MAFW 569 

// 

Searching for complete domains in SMART 
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GAP of: FrGcgManager_76_IOA81nWg_ check: 513 2 from: 1 to: 1983 



ry 



Fbhl8903FL - Import - vector trimmed 

to: FrGcgManager_76_JOA3WXZl_ check: 1319 from: 1 to: 2456 
Z34105 in Patent Nucleotide 

Symbol comparison table: /ddm_local/gcg/gcg_9 . 1/gcgcore/data/rundata/nwsgapdna . cmp 
CompCheck: 87 60 

Gap Weight: 12 Average Match: 10.000 

Length Weight: 4 Average Mismatch: 0.000 

Quality: 13796 Length: 2746 

Ratio: 6.9 57 Gaps: 14 

Percent Similarity: 92.617 Percent Identity: 92.617 

Match display thresholds for the alignment (s) : 
| = IDENTITY 



FrGcgManager_76_IOA81nWg_ x FrGcgManager_7 6_JOA3WXZl_ 



OtOE- 2. 1 CCT 3 

^SHIOS 101 CATTTCGCCTTGCTGACGGCGTCGAGCCCTGGCCAGACATGTCCACAGGG 150 

4 TTAGCCAATTCGGCCGAGGCCTCCCGCCCCAGTA . CTTGCTGGCAGGGAT 52 

II II I III I I II III I I II II II 

151 TTCTCCTTCGGGTCCGGGACTCTGGGCTCCACCACCGTGGCCGCCGGCGG 200 

53 TAAGAGCAGA . TAAAAGTGTGCTCACACACTGTAGACACGGCTACCATGC 101 

I llll I 1 1 I 1 1 1 I I III 111 II I 

201 GACCAGCACAGGCGGCGTTTTCTCCTTCGGAACGGGAACGTCTAGCAACC 2 50 
102 CATC CACAGTGTTGCCATCCACAGTGTTGCCATCACTCCTGC. 143 

I II I II I III I I I II Mill II 

251 CTTCTGTGGGGCTCAATTTTGGAAATCTTGGAAGTACTTCAACTCCAGCA 3 00 

144 . CCACAGCAGGAGCT . . GGCTGG AGC ATGAGGTGGATTCTGTG . . CTGGA 188 
I III I I II III II II III II I 
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189 GCCTCACCCT. . . CTGCCTGATGGCGCAGACGGCCTTGGGTGCCTTGCAC 235 

II! I II I II II I I II llllllllllll 

351 ACCTGCCACTGGGTTCACTCTAGGAGGA . ACAAATACAGGTGCCTTGCAC 3 99 
236 ACCAAGAGGCCTCAAGTGGTCACCAAATATGGAACCCTGCAAGGAAAACA 285 

INN MIIMUKMIIM II 1 1 IIMIilllllllllllllimi! 

400 ACCAAGAGGCCTCAAGTGGTCACCAAATATGGAACCCTGCAAGGAAAACA 449 

286 GATGCATGTGGGGAAGACACCCATCCAAGTCTTTTTAGGAGTCCCCTTCT 335 

llllllllilll!llllll!l!l!llllllll!llll!MIIIIII!!l! 

4 50 GATGCATGTGGGGAAGACACCCATCCAAGTCTTTTTAGGAGTCCCCTTCT 499 
336 CCAGACCTCCTCTAGGTATCCTCAGGTTTGCACCTCCAGAACCCCCGGAG 385 

IIMIIIIIIIIIIIIIflllllllillllllllllilllllllllllll 

500 CCAGACCTCCTCTAGGTATCCTCAGGTTTGCACCTCCAGAACCCCCGGAG 54 9 
38 6 CCCTGGAAAGG AATCAGAGATGCTACCACCTACCCGCCTG 425 

imimiiimmiiimiiiiiiiimimii 

550 CCCTGGAAAGG AATCAGAGATGCTACCACCTACCCGCCTGGATGGAGTCT 599 



426 GGTGCCTGCAGGAGTCCTGGGGCCAGCTGGCCTCGATGTA 465 

ii i ii liiiiiii imiiiiiii limn i ii mi ii 

700 TGGGGCTACAGGTGCCTGCAGGAGTCCTGGGGCCAGCTGGCCTCGATGTA 749 
466 CGTCAGCACGCGGGAACGGTACAAGTGGCTGCGCTTCAGCGAGGACTGTC 515 

III! IMIMI! UN! lllllllllllllimiM MIIMIIIHM 

750 CGTCAGCACGCGGGAACGGTACAAGTGGCTGCGCTTCAGCGAGGACTGTC 799 
516 TGTACCTGAACGTGTACGCGCCGGCGCGCGCGCCCGGGGATCCCCAGCTG 565 

III I llllllll lllllllllllllllllllll IIIIIIIIIIMIIIII 

800 TGTACCTGAACGTGTACGCGCCGGCGCGCGCGCCCGGGGATCCCCAGCTG 849 
566 CCAGTGATGGTCTGGTTCCCGGGAGGCGCCTTCATCGTGGGCGCTGCTTC 615 

llllllllllll INN IIIIIIMIIMIIIIIIIIIMIIIMINII 

850 CCAGTGATGGTCTGGTTCCCGGGAGGCGCCTTCATCGTGGGCGCTGCTTC 899 
616 TTCGTACGAGGGCTCTGACTTGGCCGCCCGCGAGAAAGTGGTGCTGGTGT 665 

III 1 1 HUM I UNI lllllllllll llllll IIIIIIIM IIIMI I 

900 TTCGTACGAGGGCTCTGACTTGGCCGCCCGCGAGAAAGTGGTGCTGGTGT 949 
666 TTCTGCAGCACAGGCTCGGCATCTTCGGCTTCCTGAGCACGGACGACAGC 715 

I MIMIIMM I II MIMMMIIIIIIMMIMMIMIMMIM 

950 TTCTGCAGCACAG-GCTCGGCATCTTCGGCTTCCTGAGCACGGACGACAGC 999 
716 CACGCGCGCGGGAACTGGGGGCTGCTGGACCAGATGGCGGCTCTGCGCTG 765 

MMMMMMM IMMMII IIIIIM IIIMM I IIIIIIMIMI 

1000 CACGCGCGCGGGAACTGGXXXXH^CTGGACCAGATGGCGGCTCTGCGCTG 1049 
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766 GGTGCAGGAGAACATCGCAGCCTTCGGGGGAGACCCAGGAAATGTGACCC 815 

IIIIIIMIilHMIMIIIMIIIIM Mlllllllllllllllllll 

1050 GGTGCAGGAGAACATCGCAGCCTTCGGGGGAGACCCAGGAAATGTGACCC 1099 



816 TGTTCGGCCAGTCGGCGGGGGCCATGAGCATCTCAGGACTGATGATGTCA 865 

III llllllilllllllllllll lllllllll INIIIIIIIIMIIIM 

1100 TGTTCGGCCAGTCGGCGGGGGCCATGAGCATCTCAGGACTGATGATGTCA 1149 
866 COCCTAGCCTCGGGTCTCTTCCATCGGGCCATTTCCCAGAGTGGCACCGC 915 

MllimMIMMIIIMMM I Ml Mill IIIIM1MIMI1M! 

1150 CCCCTAGCCTCGGGTCTCTTCCATCGGGCCATTTCCCAGAGTGGCACCGC 1199 



916 GTTATTCAGACTTTTCATCACTAGTAACCCACTGAAAGTGGCCAAGAAGG 9 65 

M MMM I M MM M MIMI III M Mill MM MM MIMIM 

12 00 GTTATTCAGACTTTTCATCACTAGTAACCCACTGAAAGTGGCCAAGAAGG 124 9 



966 TTGCCCACCTGGCTGGATGCAACCACAACAGCACACAGATCCTGGT AAAC 

imumiimiimimiiiimimintmmMMii 

1250 TTGCCCACCTGGCTGGATGCAACCAC AACAGCACACAGATCCTGGTAAAC 
1016 TGCCTGAGGGCACTATCAGGGACC AAGGTG ATGCGTGTGTCC AACAAGAT 

MIMIIiillMMmilllllllllillimiiil jMMIMIII 

1300 TGCCTGAGGGCACTATCAGGGACCAAGGTGATGCGTGTGTCCAAC AAGAT 
1066 GAGATTCCTCCAACTGAACTTCC AGAGAGACCCGGAAGAGATTATCTGGT 

IIMIIIIIIIIIII III III III 1 1 IIIIIIM IIMIIIIIMMI M 

1350 GAGATTCCTCCAACTGAACTTCCAGAGAGACCCGGAAGAGATTATCTGGT 
1116 CCATGAGCCCTGTGGTGGATGGTG1XX3TGATCCCAGATGACCCTTTGGTG 

^ IIIMIIIIIIIIIIIMIIIMMIII llllllllllllllllllllll 

1166 CTCCTGACCCAGGGGAAGGTTTCATCTGTGCCCTACCTTCTAGGTGTCAA 

MIllMlllMIIHfllflllllllllllilllMIIMIIIllHil 

1450 CTCCTGACCCAGGGGAAGGTTTCATCTGTGCCCTACCTTCTAGGTGTCAA 
1216 CAACCTGG AATTCAATTGGCTCTTGCCTT AT ATC ATGAAGTTCCCGCTAA 

MM MIMIMIIIIIMM MMIM Ml 

1500 CAACCTGG AATTCAATTGGCTCTTGCCTTAT 



1316 CGCACCCTGTTGAATATCACCAAGGAGCAGGTACCACTTGTGGTGGAGGA 13 65 

MM IIIIIIM IIIIMMM MM II I MMIM M 

1531 AATATCACCAAGGAGCAGGTACCACTTGTGGTGGAGGA 1568 

1366 GTACCTGGACAATGTCAATGAGCATGACTGGAAGATGCTACGAAACCGTA 1415 

MiMIMIIMIMIMM IIIIIIM MM I IIMIIIIIimilll 

1569 GTACCTGGACAATGTC AATGAGCATG ACTGG AAG ATGCTACGAAACCGTA 1618 
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1416 TGATGGACATAGTTCAAGATGCCACTTTCGTGTATGCCACACTGCAGACT 1465 

imiillHIIf IMMIIIIIIIIIII IIIIIIINMIIIIIIIIM 

1619 TGATGGACATAGTTCAAGATGCCACTTTCGTGTATGCCACACTGCAGACT 16 68 
1466 GCTCACTACCACCGAGATGCCGGCCTCCCTGTCTACCTGTATGAATTTGA 1515 

mill i ilium 

1669 GCTCACTACCACCGA 1683 



1666 CAACTTTGCCCGCACAGGAAACCCCAATGATGGGAATCTGCCCTGCTGGC 1715 

II I II I I I I I I I I I I I I I I I I I li I II I I I I I I 
1684 GAAACCCCAATGATGGGAATCTGCCCTGCTGGC 1716 

1716 CACGCTACAACAAGGATGAAAAGTACCTGCAGCTGGATTTTACCACAAGA 1765 

I MINIMUM IN Ml I IIIIMIIIIIIII MM MM IMIIIIi 

1717 CACGCTACAACAAGGATGAAAAGTACCTGCAGCTGGATTTTACCACAAGA 17 6 6 
17 6 6 GTGGGCATGAAGCTCAAGGAGAAGAAGATGGCTTTTTGGATGAGTCTGTA 1815 

MIIIIMI IMIMIIMMIMM IIMIMIIIIIIfllllllllll 

17 67 GTGGGCATGAAGCTC AAGG AGAAGAAGATGGCTTTTTGGATGAGTCTGTA 1816 

1816 CCAGTCTCAAAGACCTGAGAAGCAGAGGCAATTCTAAGGGTGGCTATGCA 1865 

IMIIMIIMIII I IIIIIIIIIMMIMMIIIIIIMIMIIMII 

1817 CCAGTCTCAAAGACCTGAGAAGCAGAGGCAATTCTAAGGGTGGCTATGCA 1866 

1866 GGAAGGAGCCAAAGAGGGGTTTGCCCCCACCATCCAGGCCCTGGGGAGAC 1915 

MIIMIMMIMI IIMMIIIIIMIMIIIIIIIIMIIIIIIIII 

1867 GGAAGGAGCCAAAGAGGGGTTTGCCCCCACCATCCAGGCCCTGGGGAGAC 1916 

1916 TAGCCATGGACATACCTGGGGACAAGAGTTCTACCCAAGGGCGAATTCGT 196 5 
III1IIIIMIIIIIIIIIIIIIIIIIIIIIIIMII I I II 

1917 TAGCCATGGACATACCTGGGGACAAGAGTTCTACCCA. . .CCCCA. . .GT 19 60 

1966 TTAAACCTGCAGGA.CTAG 1983 

ill I lillllll II 
1961 TTAGAACTGCAGGAGCTCCCTGCTGCCTCCAGGCCAAAGCTAGAGCTTTT 2010 
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ALIGN calculates a global alignment of -two sequences 
version 2 . OuPlease cite: Myers and Miller, CABIOS (1989) 

COE-2 584 aa vs. 
PR08 73 54 5 aa 
scoring matrix: BLOSUM5 0, gap penalties: -12/ -2 
62.4% identity; Global alignment score: 2271 

10 

C.OE-2- M PST VLPSTVLPSLLPT AG 

pROin^ MSTGFS FGSGTLGS TTVAAGGTS TGGVFS FGTGTS SNPS VGLNFGNLGS TS TP ATTS APS 
10 20 30 40 50 60 

20 30 40 50 60 70 

CAE- 2. AGWSMRW I LCWS LTLCLMAQTALGALHTKRPQVVTKYGTLQGKQMHVGKTP I QVFLGVPF 



fT?0ft3 S G FGTGLFGS KPATGFTLGGTNTG ALHTKR PQ WTKYGTLQGKQMHVGKTP I QVFLGVP F 
70 80 90 100 110 120 

80 90 100 110 
COE"- 2 SRPPLGILRFAPPEPPEPWKGIRDATTYPPG 



"PRDST^ SRPPLGILRFAPPEPPEPWKG1RDATTYPPGWSLALSPGWSAVARSRLTATSASRVQASL 
130 140 150 160 170 180 

120 130 140 150 

COS -2 CLQESWGQLASMYVSTRERYKWLRFS EDCLYLNVYAPARAPGDPQLPVM 

Pfc-CTVS LPQPLSVWGYRCLQESWGQLASMYVSTRERYKWLRFSEDCLYLNVYAPARAPGDPQLPVM 
190 200 210 220 230 240 

160 170 180 190 200 210 

VWFPGGAF IVGAAS S YEGSDLAAREKWIiVFLQHRLGI FGFLS TDDSHARGNWGDLDQMA 



ffLOWS VWFPGGAFIVGAASSYEGSDLAAREKVVLVFLQHRLGIFGFLSTDDSHARGNWGLiLDQMA 
250 260 270 280 290 300 

220 230 240 250 260 270 

CJDE -2- ALRWVQENIAAFGGDPGNVTLFGQSAGAMSISGLMMSPLASGLFHRAISQSGTALFRLFI 



ft-O'Hi ALRWVQENI AAFGGDPGNVTLFGQ S AGAMS I SGLMMS PLAS GLFHRAI SQS GT ALFRL F I 
310 320 330 340 350 360 

280 290 300 310 320 330 

CCS -2. TSNPLKVAKKVAHLAGCNHNSTQILWCLRALSGTKVMRVSNKMRFLQLNFQRDPEEI IW 



f^LDSiS TSNPLKVAKKVAHLAGCNHNSTQILVNCLRALSGTKVMRVSNKMRFLQLNFQRDPEEIIW 
370 380 390 400 410 420 
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340 350 360 370 380 390 

COE - 2- SMSPVVDGWIPDDPLVLLTQGKVSSVPYLLGVNNLEFlSmLLPYIMKFPI^QAMRKETI 



f^OST- °> SMS PWDGW I PDD PLVLLTQGKVS S VP YLLGVNNLE FNWLLP Y 

430 440 450 450 

400 410 420 430 440 450 

COE ~2_ TKMLWSTRTLLNITKEQVPLVVEEYLDNVNEHDWKMLRN 

f f^OV^i NI TKEQVPL WEE YLDNVNEHDWKMLRNRMMD I VQDATFVYATLQTAH Y 

470 480 490 500 510 



460 470 480 490 500 510 

COE - 2_ HRDAGLPVYLYEFEHHARGI IVKPRTDGADHGDEMYFLFGGPFATGLSMGKEKALSLQMM 

HRET--PMM GIC--P AGHA 

520 

520 530 540 550 560 570 

COE-2 KYWANFARTGNPNDGNLPCWPRYNKDEKYLQLDFTTRVGMKLKEKKMAFWMSLYQSQRPE 

PTOSIS TTRM KSTCSWIL P- 

530 540 

580 

COE-Z KQRQF 
ffcOW -QEWA 
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18903 MEAN B2M803 MEAI^ «Ct 




Expression 


Fetal heart/ normal 


31.89 


19.68 


12.21 


0.21 


Aorta / normal 


36.11 


22.53 


13.58 


0.00 


Heart normal 


31.54 


17.89 


13.65 


0.08 


nearr/ Lnr 


31.50 


19.45 


12.05 


0.24 


Vein/ Normal 


36.01 


18.99 


17.02 


0.00 


SMC (Aortic) 


31.76 


18.74 


13.02 


0.12 


Spinal cord/ Normal 


33.06 


21.40 


11.66 


0.31 


Brain cortex/ Normal 


29.68 


20.58 


9.10 


1.83 


Brain hypothalamus/ Normal 


29.45 


19.24 


10.21 


0.85 


Glial cells (Astrocytes) 


33.94 


21.09 


12.86 


0.13 


Brain/=Qlioblastoma 


30.39 


17.43 


12.97 


0.13 


BreasT^ Norma! 


30.10 


18.60 


11.50 


0.35 


Breas^Jtimor/ IDC 


30.75 


17.66 


13.09 


0.11 


OVARY/ Normal 


31.73 


19.95 


11.79 


0.28 


OVARII Tumor 


33.59 


18.91 


14.68 


0.04 


Pancr^is 


30.88 


17.33 


13.55 


0.08 


Prostate/ Normal 


31.16 


18.34 


12.83 


0.14 


ProstateV Tumor 


29.03 


17.57 


11.46 


0.35 


Colonf normal 


32.03 


17.78 


14.26 


0.05 


Colonhbmor 


30.80 


18.15 


12.66 


0.16 


Colon^fBD 


32.37 


17.72 


14.65 


0.04 


Kidney^ ihormal 


30.98 


20.03 


10.95 


0.51 


Liver/ rjprmai 


31.82 


19.08 


12.75 


0.15 


Liver fibrosis 


30.10 


18.82 


11.29 


0.40 


Fetal Llyer/normal 


33.55 


21.39 


12.16 


0.22 


Lung / normal 


30.54 


17.31 


13.23 


0.10 


Lung/ tumor 


30.30 


17.77 


12.53 


0.17 


Lung/ COPD 


29.44 


17.10 


12.34 


0.19 


Tonsil/ normal 


31.13 


17.19 


13.94 


0.06 


Lymph node/ normal 


31.40 


17.91 


13.49 


0.09 


Thymus/ normal 


32.80 


20.03 


12.78 


0.14 


Epithelial Cells (prostate) 


30.70 


20.13 


10.57 


0.66 


Endothelial Cells (aortic) 


35.27 


20.16 


15.11 


0.03 


Skeletal Muscle/ Normal 


31.06 


18.26 


12.81 


0.14 


FibroPlasts (Dermal) 


33.10 


18.18 


14.92 


0.03 


Skin/ normal 


31.16 


20.29 


10.87 


0.54 


Adipose/ Normal 


32.43 


17.96 


14.47 


0.04 


Osteoblasts (primary) 


34.84 


20.44 


14.40 


0.05 


Osteoblasts (Undiff) 


33.19 


18.50 


14.69 


0.04 


Osteoblasts(Diff) 


33.23 


17.83 


15.40 


0.02 


Osteoclasts 


32.47 


17.25 


15.22 


0.03 


Aorta SMC (Early) 


32.50 


19.53 


12.97 


0.13 


Aorta SMC (Late ) 


32.72 


18.77 


13.96 


0.06 


HUVEC 


32.17 


19.27 


12.91 


0.13 


HMVEC 


32.74 


18.74 


14.00 


0.06 




40.00 


40.00 


0.00 





